INTRODUCTION 36
Anthropogenic activity has contributed to the current rise of fungal diseases, representing 37 a threat to food security, animal and human health worldwide (Fisher, Gow, & Gurr, 2016) . 38
Perhaps the most striking example of this problem is chytridiomycosis, an emerging 39 disease of amphibians caused by the fungus Batrachochytrium dendrobatidis (hereafter 40 Bd is widespread, infecting native and invasive anurans, but no attempt has been 58 conducted so far to isolate the fungus or to conduct comparative molecular analyses 59 (Soto- Azat et al., 2013 Azat et al., , 2016 . This limits our capacity to adequately understand the 60 emergence and epidemiology of chytridiomycosis in the region. The aims of this study are 61 to: 1) describe the isolation and whole-genome sequencing of three Bd isolates collected 62 from the skin of wild amphibians inhabiting distinct geographic areas of Chile, and 2) 63 compare these genotypes with a global panel of Bd. 64 Page 3 of 17   Transboundary and Emerging Diseases -submitted manuscript   Transboundary and Emerging Diseases -submission proof   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59 wild amphibians across Chile, we captured one lethargic larvae of the native Chilean frog 84 (Calyptocephalella gayi) in Valdivia (39°48'36"S, 73°15'21"W; Figure 1a ). This individual 85 died in the field during the sampling procedure and exhibited partial depigmentation of the 86 mouthpart, a finding consistent with Bd infection. Therefore, we immediately transported 87 the carcass (in refrigerated conditions) to the laboratory; culture of Bd was performed as 88 described above. Cultures were grown at 21°C in a temperature controlled chamber and 89 were checked every day for zoosporangia development using an inverted light 90 microscope. We confirmed successful isolation (i.e. presence of free-swimming zoospores 91 Sequencing reads were first cleaned of adapter sequences and quality trimmed using 103 cutadapt v1.10 (Martin, 2011). We mapped the reads to the JEL423 reference genome 104 (GenBank assembly accession: GCA_000149865.1) using Burrows-Wheeler Aligner 105 (BWA) v0.7.8 (Li & Durbin, 2009 ). We processed the resulting sequence alignment/map 106 (SAM) files using SAMtools v1.3.1 with the 'fixmate' and 'sort' programs to ready the files 107 for variant discovery. We performed the variant discovery in a two-step process using 108 freebayes version dbb6160 (Garrison & Marth, 2012) . In the first step, sorted BAM files for 109 each of the isolates in the phylogeny were independently called to find variant positions. 110
MATERIAL AND METHODS 66
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